The complete mitochondrial genome of the Pazala timur (Lepidoptera: Papilionidae: Papilioninae).
The complete mitochondrial genome of Pazala timur (Lepidoptera: Papilionodae) is a circular molecule of 15,226 bp in length, containing 37 typical animal mitochondrial genes: 13 protein coding genes, 2 rRNA genes, 22 tRNA genes and a non-coding AT-rich region. Its gene order and arrangement are identical to all other available butterfly mitogenomes. All PCGs initiate with typical ATN codons, except for COI, which is initiated by the CGA codon. Ten PCGs use complete termination codon (TAA), whereas the COI, COII and ND5 genes end with single T. Twelve intergenic spacers (82 bp in total), and 11 overlapping regions (30 bp in total) are dispersed throughout the whole genome. The non-coding AT-rich region is 403 bp long and contains some conserved structures characteristic of the butterfly mitogenomes, such as the motif ATAGA followed by a 13-bp poly-T stretch and a microsatellite-like (AT)12 element preceded by the ATTTA motif.